Key indicators: single-crystal X-ray study; T = 292 K; mean (C-C) = 0.004 Å; R factor = 0.056; wR factor = 0.160; data-to-parameter ratio = 12.8.
Related literature
For the synthesis of related compounds, see: Cassis et al. (1985) . For the synthesis of related antitumor precursors, see Ruchelman et al. (2003) . For the structure of 5-(aminomethylene)-2,2-dimethyl-1,3-dioxane-4,6-dione, see: da Silva et al. (2006) . For Meldrum's acid, see: Meldrum (1908 
Data collection
Enraf-Nonius CAD-4 diffractometer Absorption correction: none 2852 measured reflections 2657 independent reflections 1675 reflections with I > 2(I) R int = 0.008 3 standard reflections every 150 reflections intensity decay: 1.8% Refinement R[F 2 > 2(F 2 )] = 0.056 wR(F 2 ) = 0.160 S = 1.03 2657 reflections 207 parameters H atoms treated by a mixture of independent and constrained refinement Á max = 0.21 e Å À3 Á min = À0.26 e Å À3 Table 1 Hydrogen-bond geometry (Å , ). Symmetry codes: (i) Àx þ 1; y þ 1 2 ; Àz þ 1 2 ; (ii) Àx þ 2; y À 1 2 ; Àz þ 1 2 .
Data collection: DIFRAC (Gabe & White, 1993) ; cell refinement: DIFRAC; data reduction: NRCVAX (Gabe et al., 1989) ; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008) ; program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: ORTEP-3 (Farrugia, 1997); software used to prepare material for publication: SHELXL97 and PLATON (Spek, 2009 
Comment
The 4(1H)quinolone structure plays an extremely important role in the field of pharmaceutical chemistry. These compounds have been used as precursors for anticancer agents, anti-malarial agents and reversible (H+/K+) ATPase inhibitors (Ruchelman et al.,2003) . 5-arylaminomethylene-2,2-dimethyl-1,3-dioxane-4,6-diones are the key intermediates which can be used to synthesize the 4(1H)quinolone derivatives by thermolysis (Cassis et al., 1985) .
In the structure of the title molecule ( Fig. 1) , it is approximately planar with the dihedral angles of 3.11 (4)° and 2.12 (4)°b etween the connecting aminomethylene unit and the planar part of the dioxane ring, and between the dimethoxybenzyl ring and the aminomethylene group, respectively. Besides, the dioxane ring of the title compound exhibits a half-boat conformation, in which the C atom between the dioxane O atoms is -0.5471 (8) Å out-of-plane.
The intramolecular N-H···O hydrogen bond (Table 1) is stabilizing the planar conformation in the molecule. Intermolecular weak C-H···O hydrogen bonding contacts (Table 1 ) result in the formation of sheets running parallel to the a-b plane in the crystal structure ( Fig. 2) .
Experimental
A solution of 2,2-dimethyl-1,3-dioxane-4,6-dione (Meldrum's acid) and methylorthoformate was heated to reflux for two hours and immediately the arylamine was added in an equimolar amount relative to Meldrum's acid. The mixture was heated under reflux for another 5-8 h; single recrystallization from methanol gave the corresponding arylaminomethylene derivative as analytically pure material.
Refinement
H atoms were positioned geometrically (C-H = 0.93-0.98 Å) and refined using a riding model, with U iso (H) = 1.2-1.5U eq (C). Fig. 1 . The molecular structure of the title compound, with displacement ellipsoids drawn at the 30% probability level. 
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